SEQUENCE LISTING 



<110> Schnorr, Kirk Matthew 
Landvik, Sara 

<120> GH-61 Polypeptides 

<130> 10274 .200-US 

<160> 12 

<170> Patentin version 3.2 

<210> 1 

<211> 699 

<212> DNA 

<213> T. terrestris 



<220> 

<221> sig_peptide 
<222> (1)..(51) 

<220> 

<221> CDS 

<222> (1) . . (699) 

<220> 

<221> mat_peptide 
<222> (52) . . 0 

<400> 1 

atg aag etc acc acc teg gtc gcc ctg ett gcc geg geg ggc geg caa 48 
Met Lys Leu Thr Thr Ser Val Ala Leu Leu Ala Ala Ala Gly Ala Gin 
-15 -10 -5 



gcc cac tac ace ttc ccg cag acg gac ate aac ggc cag etc tec ggc 96 
Ala His Tyr Thr Phe Pro Gin Thr Asp lie Asn Gly Gin Leu Ser Gly 
-11 5 10 15 

gaa tgg gtg acg ate cgt gag acg acg aac cac tac teg cac ggg ccg 144 
Glu Trp Val Thr lie Arg Glu Thr Thr Asn His Tyr Ser His Gly Pro 
20 25 30 

gtc acc gac gtc acg teg gac cag ate ege tge tac gag etc aac ccg 192 
Val Thr Asp Val Thr Ser Asp Gin lie Arg Cys Tyr Glu Leu Asn Pro 
35 40 45 

ggc ace cec geg cec cag ate gcc acg gtg cag gee ggc ggc acc gtg 240 
Gly Thr Pro Ala Pro Gin lie Ala Thr Val Gin Ala Gly Gly Thr Val 
50 55 60 

acc ttc ace gtc gac cca age ate cag cac ccg ggc ccg ctg cag ttc 288 
Thr Phe Thr Val Asp Pro Ser lie Gin His Pro Gly Pro Leu Gin Phe 
65 70 75 

tae atg gee aag geg ccg teg ggc cag acc gee gcc acc ttc cag ggc 336 



1 



Tyr Met Ala Lys Ala Pro Ser Gly Gin Thr Ala Ala Thr Phe Gin Gly 
80 85 90 95 



acc ggc aac gtc tgg ttc aag ate tac gag gac ggc ccg tec ggc etc 384 
Thr Gly Asn Val Trp Phe Lys lie Tyr Glu Asp Gly Pro Ser Gly Leu 
100 105 110 

ggc acc age aac ate acc tgg ect age age ggc aaa acc gaa gtc age 432 
Gly Thr Ser Asn lie Thr Trp Pro Ser Ser Gly Lys Thr Glu Val Ser 
115 120 125 

gtc aag ate ccc teg tgc ate geg ccg ggc gac tac etc ctg egc gtg 4 80 

Val Lys lie Pro Ser Cys lie Ala Pro Gly Asp Tyr Leu Leu Arg Val 
130 135 140 

gag eac ate geg ctg cae age gee age ace gtc ggc ggc gee eag ttc 528 
Glu His lie Ala Leu His Ser Ala Ser Thr Val Gly Gly Ala Gin Phe 
145 150 155 

tac etc geg tgc gee eag ctg ace gtc ace ggc ggc acc ggc ace etc 576 
Tyr Leu Ala Cys Ala Gin Leu Thr Val Thr Gly Gly Thr Gly Thr Leu 
160 165 170 175 

aac aeg ggc gag etc gtc gee ttc ccc ggc gee tac age gee acc gac 624 
Asn Thr Gly Glu Leu Val Ala Phe Pro Gly Ala Tyr Ser Ala Thr Asp 
180 185 190 

ccg ggc ate etc ttc cag ctg tac tgg ccc ate ccg acc age tac acc 672 
Pro Gly lie Leu Phe Gin Leu Tyr Trp Pro lie Pro Thr Ser Tyr Thr 
195 200 205 

aac ccc ggc ccg geg ccc gtt age tgc 699 
Asn Pro Gly Pro Ala Pro Val Ser Cys 
210 215 



<210> 2 
<211> 233 
<212> PRT 

<213> T. terrestris 
<400> 2 

Met Lys Leu Thr Thr Ser Val Ala Leu Leu Ala Ala Ala Gly Ala Gin 
-15 -10 -5 



Ala His Tyr Thr Phe Pro Gin Thr Asp lie Asn Gly Gin Leu Ser Gly 
-11 5 10 15 



Glu Trp Val Thr lie Arg Glu Thr Thr Asn His Tyr Ser His Gly Pro 
20 25 30 



Val Thr Asp Val Thr Ser Asp Gin lie Arg Cys Tyr Glu Leu Asn Pro 
35 40 45 



2 



Gly Thr Pro Ala Pro Gin He Ala Thr Val Gin Ala Gly Gly Thr Val 
50 55 60 



Thr Phe Thr Val Asp Pro Ser He Gin His Pro Gly Pro Leu Gin Phe 
65 70 75 



Tyr Met Ala Lys Ala Pro Ser Gly Gin Thr Ala Ala Thr Phe Gin Gly 
80 85 90 95 



Thr Gly Asn Val Trp Phe Lys lie Tyr Glu Asp Gly Pro Ser Gly Leu 
100 105 110 



Gly Thr Ser Asn lie Thr Trp Pro Ser Ser Gly Lys Thr Glu Val Ser 
115 120 125 



Val Lys He Pro Ser Cys He Ala Pro Gly Asp Tyr Leu Leu Arg Val 
130 135 140 



Glu His He Ala Leu His Ser Ala Ser Thr Val Gly Gly Ala Gin Phe 
145 150 155 



Tyr Leu Ala Cys Ala Gin Leu Thr Val Thr Gly Gly Thr Gly Thr Leu 
160 165 170 175 



Asn Thr Gly Glu Leu Val Ala Phe Pro Gly Ala Tyr Ser Ala Thr Asp 
180 185 190 



Pro Gly He Leu Phe Gin Leu Tyr Trp Pro He Pro Thr Ser Tyr Thr 
195 200 205 



Asn Pro Gly Pro Ala Pro Val Ser Cys 
210 215 



<210> 3 

<211> 957 

<212> DNA 

<213> Humicola insolens 



<220> 

<221> CDS 

<222> (1) . . (957) 

<220> 



3 



<221> sig_peptide 

<222> (1) . . (45) 

<220> 

<221> mat_j)eptide 

<222> (46) . . {) 

<220> 

<221> misc_f eature 

<222> (858) . . (957) 

<223> CBMl domain 



<400> 3 

atg agg ccc ttc tec etc gtc gcg ctg gcg acg gcc gtc age ggc cac 48 
Met Arg Pro Phe Ser Leu Val Ala Leu Ala Thr Ala Val Ser Gly His 
-15 -10 -5 -1 1 

gcc ate ttc cag cge gtg teg gtt aae ggt gtc gae eaa ggc cag etc 96 
Ala He Phe Gin Arg Val Ser Val Asn Gly Val Asp Gin Gly Gin Leu 
5 10 15 

S9^ 9tg egg get ccc teg age aae tac ccc att gag aac gtc aae 144 
Lys Gly Val Arg Ala Pro Ser Ser Asn Tyr Pro He Glu Asn Val Asn 
20 25 30 

cac ccc gae ttt gee tgc aac ace aac ate egg cac cge gae ggc ace 192 
His Pro Asp Phe Ala Cys Asn Thr Asn He Arg His Arg Asp Gly Thr 
35 40 45 

gtc ate aag ate ccc gee ggc gee ace gtc ggc gee tgg tgg cag cac 240 
Val He Lys He Pro Ala Gly Ala Thr Val Gly Ala Trp Trp Gin His 
50 55 60 65 

gag ate ggc ggg ccc teg ttc ccc ggt gat ecg gat aac eeg ate get 288 
Glu He Gly Gly Pro Ser Phe Pro Gly Asp Pro Asp Asn Pro He Ala 
70 75 80 

gcc teg cac aag ggc eee ate caa gtc tat etc gee aag gtc gae aae 336 
Ala Ser His Lys Gly Pro He Gin Val Tyr Leu Ala Lys Val Asp Asn 
85 90 95 

gee get acc gee tet ccc aac ggc ctg egg tgg ttc aag att gcc gag 3 84 

Ala Ala Thr Ala Ser Pro Asn Gly Leu Arg Trp Phe Lys He Ala Glu 
100 105 110 

aag ggc ctg teg ggc ggc gtc tgg gee gtc gae gag atg ate cge aae 432 
Lys Gly Leu Ser Gly Gly Val Trp Ala Val Asp Glu Met He Arg Asn 
115 120 125 

aae ggc tgg cac tac ttc acc atg ecg cag tgc ate gcg ccc ggc cac 4 80 

Asn Gly Trp His Tyr Phe Thr Met Pro Gin Cys He Ala Pro Gly His 
130 135 140 145 

tac ctg atg cge gtc gag ctg ctg gcg ctg cac teg gee age ttc ccc 528 
Tyr Leu Met Arg Val Glu Leu Leu Ala Leu His Ser Ala Ser Phe Pro 
150 155 160 



4 



ggc ggc gcc cag ttc tac atg gag tgc gcc cag ate gag gtc acc ggc 576 
Gly Gly Ala Gin Phe Tyr Met Glu Cys Ala Gin He Glu Val Thr Gly 
165 170 175 

teg ggc aac ttc teg ccc tec gag acg gtc age ttc ccc ggc gee tac 624 
Ser Gly Asn Phe Ser Pro Ser Glu Thr Val Ser Phe Pro Gly Ala Tyr 
180 185 190 

ceg gcc aac cae ccg ggt ate gtc gtc age ate tac gae gee cag ggt 672 
Pro Ala Asn His Pro Gly He Val Val Ser He Tyr Asp Ala Gin Gly 
195 200 205 

aac gcc aac aac ggc ggg egc gag tac cag ate ccc ggg ccg egg ccg 720 
Asn Ala Asn Asn Gly Gly Arg Glu Tyr Gin He Pro Gly Pro Arg Pro 
210 215 220 225 

ate ace tgc tec ggc ggt gga age aac aat ggt ggc ggg aac aac aat 768 
He Thr Cys Ser Gly Gly Gly Ser Asn Asn Gly Gly Gly Asn Asn Asn 
230 235 240 

ggt ggt gga aac aat aac ggc ggc ggc ggc aac aac aac ggc ggt ggg 816 
Gly Gly Gly Asn Asn Asn Gly Gly Gly Gly Asn Asn Asn Gly Gly Gly 
245 250 255 

aac aac aac ggt ggc ggt aac ace ggt ggc ggc teg gcg ceg etc tgg 864 
Asn Asn Asn Gly Gly Gly Asn Thr Gly Gly Gly Ser Ala Pro Leu Trp 
260 265 270 

ggc cag tgc ggc ggc aat ggg tat tee ggc ceg acg act tgc gee gag 912 
Gly Gin Cys Gly Gly Asn Gly Tyr Ser Gly Pro Thr Thr Cys Ala Glu 
275 280 285 

ggt act tgc aag aag cag aat gae tgg tac teg cag tgt acg ect 957 
Gly Thr Cys Lys Lys Gin Asn Asp Trp Tyr Ser Gin Cys Thr Pro 
290 295 300 



<210> 4 

<211> 319 

<212> PRT 

<213> Humicola insolens 

<400> 4 

Met Arg Pro Phe Ser Leu Val Ala Leu Ala Thr Ala Val Ser Gly His 
-15 -10 -5 -1 1 



Ala He Phe Gin Arg Val Ser Val Asn Gly Val Asp Gin Gly Gin Leu 
5 10 15 



Lys Gly Val Arg Ala Pro Ser Ser Asn Tyr Pro He Glu Asn Val Asn 
20 25 30 



His Pro Asp Phe Ala Cys Asn Thr Asn He Arg His Arg Asp Gly Thr 



5 



35 



40 



45 



Val lie Lys lie Pro Ala Gly Ala Thr Val Gly Ala Trp Trp Gin His 
50 55 60 65 



Glu He Gly Gly Pro Ser Phe Pro Gly Asp Pro Asp Asn Pro He Ala 
70 75 80 



Ala Ser His Lys Gly Pro He Gin Val Tyr Leu Ala Lys Val Asp Asn 
85 90 95 



Ala Ala Thr Ala Ser Pro Asn Gly Leu Arg Trp Phe Lys He Ala Glu 
100 105 110 



Lys Gly Leu Ser Gly Gly Val Trp Ala Val Asp Glu Met He Arg Asn 
115 120 125 



Asn Gly Trp His Tyr Phe Thr Met Pro Gin Cys He Ala Pro Gly His 
130 135 140 145 



Tyr Leu Met Arg Val Glu Leu Leu Ala Leu His Ser Ala Ser Phe Pro 
150 155 160 



Gly Gly Ala Gin Phe Tyr Met Glu Cys Ala Gin He Glu Val Thr Gly 
165 170 175 



Ser Gly Asn Phe Ser Pro Ser Glu Thr Val Ser Phe Pro Gly Ala Tyr 
180 185 190 



Pro Ala Asn His Pro Gly He Val Val Ser He Tyr Asp Ala Gin Gly 
195 200 205 



Asn Ala Asn Asn Gly Gly Arg Glu Tyr Gin He Pro Gly Pro Arg Pro 
210 215 220 225 



He Thr Cys Ser Gly Gly Gly Ser Asn Asn Gly Gly Gly Asn Asn Asn 
230 235 240 



Gly Gly Gly Asn Asn Asn Gly Gly Gly Gly Asn Asn Asn Gly Gly Gly 
245 250 255 



Asn Asn Asn Gly Gly Gly Asn Thr Gly Gly Gly Ser Ala Pro Leu Trp 
260 265 270 



6 



Gly Gin Cys Gly Gly Asn Gly Tyr Ser Gly Pro Thr Thr Cys Ala Glu 
275 280 285 



Gly Thr Cys Lys Lys Gin Asn Asp Trp Tyr Ser Gin Cys Thr Pro 
290 295 300 



<210> 5 

<211> 660 

<212> DNA 

<213> Coprinus cinereus 



<220> 

<221> CDS 

<222> (1)..(660) 

<220> 

<221> sig_peptide 
<222> (1) . . (57) 

<220> 

<221> mat_peptide 
<222> (58) . . 0 

<400> 5 

atg aag gtc ttc gca tac 
Met Lys Val Phe Ala Tyr 
-15 

get tct get eac tae ate 
Ala Ser Ala His Tyr lie 
-1 1 

ace tee gee gtc ate ege 
Thr Ser Ala Val He Arg 
15 

gtc tec tec ccc eac atg 
Val Ser Ser Pro His Met 
30 35 

cag ace etc aac gtt cag 
Gin Thr Leu Asn Val Gin 
50 

aac acc ete tae eac ccc 
Asn Thr Leu Tyr His Pro 
65 

ccc gee ggc cag ace gee 
Pro Ala Gly Gin Thr Ala 
80 



gtc gee ete ete gee gee get gee cag teg 48 
Val Ala Leu Leu Ala Ala Ala Ala Gin Ser 
-10 -5 

tgg ace ace ete acc gee gge gge cag ace 96 
Trp Thr Thr Leu Thr Ala Gly Gly Gin Thr 
5 10 

cag ccc etc aac aac tec ccc gtc gag gac 144 
Gin Pro Leu Asn Asn Ser Pro Val Glu Asp 
20 25 

ege tgc aae gte aac ccc atg ccc gee teg 192 
Arg Cys Asn Val Asn Pro Met Pro Ala Ser 
40 45 

gcc ggc tee age gtc acc tte ege etc gac 240 
Ala Gly Ser Ser Val Thr Phe Arg Leu Asp 
55 60 

gge ccc gee gee ate tae etc ggc caa gte 2 88 

Gly Pro Ala Ala lie Tyr Leu Gly Gin Val 
70 75 

gee tct tgg gac gga age ggt get aac tgg 336 
Ala Ser Trp Asp Gly Ser Gly Ala Asn Trp 
85 90 



7 



ttc aag ate gac gag ttc ggc gcc cag ttc aac ccc ttc cgc ttc ate 384 
Phe Lys lie Asp Glu Phe Gly Ala Gin Phe Asn Pro Phe Arg Phe He 
95 100 105 

ccc gac ggc cag age cag etc tec acc ace ate ccc tec aac act ccc 432 
Pro Asp Gly Gin Ser Gin Leu Ser Thr Thr He Pro Ser Asn Thr Pro 
110 115 120 125 

age ggc gag tac etc etc cgc ate gag cae ate ggt etc cae gte gee 480 
Ser Gly Glu Tyr Leu Leu Arg He Glu His He Gly Leu His Val Ala 
130 135 140 

ggc get ccc caa tac tac ate tec tge gcc caa ate cgc gtt aat ggc 52 8 

Gly Ala Pro Gin Tyr Tyr He Ser Cys Ala Gin He Arg Val Asn Gly 
145 150 155 

ggt gga ggc ggc aac eca ccc aag gte tec ate ccc gga tac gte teg 576 
Gly Gly Gly Gly Asn Pro Pro Lys Val Ser He Pro Gly Tyr Val Ser 
160 165 170 

agg aac gac ccc ggt etc ace gte aac ate cae tgg ccc ate ccc acc 624 
Arg Asn Asp Pro Gly Leu Thr Val Asn He His Trp Pro He Pro Thr 
175 180 185 

tee tac acc gte eee gga ccc cgc cee tgg agg gga 660 
Ser Tyr Thr Val Pro Gly Pro Arg Pro Trp Arg Gly 
190 195 200 



<210> 6 
<211> 220 
<212> PRT 

<213> Coprinus cinereus 
<400> 6 

Met Lys Val Phe Ala Tyr Val Ala Leu Leu Ala Ala Ala Ala Gin Ser 
-15 -10 -5 



Ala Ser Ala His Tyr He Trp Thr Thr Leu Thr Ala Gly Gly Gin Thr 
-11 5 10 



Thr Ser Ala Val He Arg Gin Pro Leu Asn Asn Ser Pro Val Glu Asp 
15 20 25 



Val Ser Ser Pro His Met Arg Cys Asn Val Asn Pro Met Pro Ala Ser 
30 35 40 45 



Gin Thr Leu Asn Val Gin Ala Gly Ser Ser Val Thr Phe Arg Leu Asp 
50 55 60 



Asn Thr Leu Tyr His Pro Gly Pro Ala Ala He Tyr Leu Gly Gin Val 



8 



65 



70 



75 



Pro Ala Gly Gin Thr Ala Ala Ser Trp Asp Gly Ser Gly Ala Asn Trp 
80 85 90 



Phe Lys lie Asp Glu Phe Gly Ala Gin Phe Asn Pro Phe Arg Phe lie 
95 100 105 



Pro Asp Gly Gin Ser Gin Leu Ser Thr Thr lie Pro Ser Asn Thr Pro 
110 115 120 125 



Ser Gly Glu Tyr Leu Leu Arg lie Glu His lie Gly Leu His Val Ala 
130 135 140 



Gly Ala Pro Gin Tyr Tyr lie Ser Cys Ala Gin lie Arg Val Asn Gly 
145 150 155 



Gly Gly Gly Gly Asn Pro Pro Lys Val Ser lie Pro Gly Tyr Val Ser 
160 165 170 



Arg Asn Asp Pro Gly Leu Thr Val Asn lie His Trp Pro lie Pro Thr 
175 180 185 



Ser Tyr Thr Val Pro Gly Pro Arg Pro Trp Arg Gly 

200 



190 


195 


<210> 


7 


<211> 


30 


<212> 


DNA 


<213> 


Primer A for SEQ 


<400> 


7 



gcggaattca tcatgaggcc cttctccctc 3 0 



<210> 8 
<211> 32 
<212> DNA 

<213> Primer B for SEQ ID NO: 3 
<400> 8 

atttgcggcc gcttcccgtc atcctctaag gc 32 



<210> 9 

<211> 29 

<212> DNA 

<213> Primer A for SEQ ID NO: 1 



9 



<400> 9 

gcggaattca tgaagctcac cacctcggt 



<210> 10 

<211> 32 

<212> DNA 

<213> Primer B 



for SEQ 



ID NO: 1 



<400> 10 

atttgcggcc gcgcagccaa ccaacctgga at 



<210> 11 
<211> 30 
<212> DNA 

<213> Primer A for SEQ ID NO: 5 
<400> 11 

gcggaattca caatgaaggt cttcgcatac 



<210> 12 

<211> 32 

<212> DNA 

<213> Primer B for SEQ ID NO: 5 



<400> 12 

atttgcggcc gcacgatgcg atgagcattt at 



